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Can we modify the ZipChip-SPE-CE-MS method to elute If we swap the C18 particles for more protein-friendly
the peptides off of the SPE bed in multiple fractions? particles, can we use the ZipChip-SPE-CE-MS method for
s - analysis of intact proteins?
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Online SPE Desalting of mAbs for Bioreactor Monitoring
Size Exclusion Desalting for Charge Variant Analysis of mAbs c _ e
] ] ] ' | Could we use a version of the Top-down method for simple i 10 pg/mlL
Instead of solid phase extraction, could we pack the bed with G——= —@ 1 Condition = desalting of mAbs pulled directly from a bioreactor?
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compensate for resistance of packed bed High Mass (Peaks = mAb charge variants) Step 2: Sample in 0.1 M AmAc, up to 3% MeCN, various carriers/additives « Standard ZipChip SPE-CE-MS method
* Pressure assist on to back flush salt out of SPE bed during each run B 2000-8000 m/z Unpacked Chip, 1 nL injection Step 4: Peptides BGE (Water/Acetonitrile/Formic Acid)
- / Highlights: BioPharma Finder (Thermo) Deconvolution of 10 pg/mL data
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 Tighter size distribution and smaller pores mAbs ¢ s NIST mAD nact
 Make some adjustments to the ZipChip method to achieve more » Explore a combined method that measures unretained small molecules o T
reproducible performance of this application injected through the bed on the same device -
All data presented here were acquired using a prototype : ST b
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mass spectrometer (Thermo). The prototype ZipChip
Interface is not commercially available.

The technologies discussed in this poster are the subject of one

X908deV|CeS or more granted/pending patents.

www.908devices.com/patents/
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